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IMGT®, the Iinternational ImMunoGeneTics Information system®, provides a three-dimensional (3D) structure database
(IMGT/3Dstructure-DB) and tools for sequences and structures analysis (IMGT/DomainDisplay, IMGT/DomainGapAlign and
IMGT/Collier-de-Perles). IMGT/3Dstructure-DB data are annotated according to the IMGT® criteria, using IMGT/DomainGapAlign,
and based on the IMGT-ONTOLOGY concepts and axioms. IMGT/3Dstructure-DB provides IMGT gene and allele identification
(CLASSIFICATION), region and domain delimitations (DESCRIPTION), amino acid positions according to the IMGT unigue
numbering (NUMEROTATION). Coupled to the IMGT/Collier-de-Perles tool, IMGT/3Dstructure-DB and IMGT/DomainGapAlign
provide an invaluable help for antibody engineering and humanization design based on complementarity determining regions (CDR).
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IMGT/DomainGapAlign

Amino acid sequences are analysed per domain  |IMGT/DomainGapAlign identifies the closest germline V-REGION (for ‘V’), C-DOMAIN (for ‘C’) or G-DOMAIN (for ‘G’), creates gaps according to the IMGT

using the IMGT/DomainGapAlign tool. Several uniqgue numbering and highlights differences with the closest reference(s). For an antibody V domain sequence, the tool identifies the closest germline

sequences of the same domain type (V, C or V-REGION and J-REGION, and provides a delimitation of the strands, framework regions (FR-IMGT) and CDR-IMGT. The gene and allele name of the closest

G) may be analysed simultaneously. seguence(s) from the IMGT domain directory is provided with a percentage of identity and a Smith-Waterman score. Regions and domains are highlighted using
the IMGT color menu and IMGT Colliers de Perles are generated from the gapped sequences provided by the tool.
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FR-IMGT and antibody humanization

A standardized comparison of V domain sequences for antibody humanization includes the
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